The proposed agenda was approved.
Minute 4. Minutes of the previous meeting
The minutes of the meeting held in Vancouver, Canada in 2011 were approved.
Minute 5. Matters arising from the previous meeting (1) Improving the rigour of new taxonomic descriptions. Various examples of poor quality descriptions of purportedly novel species belonging to the Epsilonproteobacteria had been discussed in previous meetings. It had been decided previously to draft letters to editors of major international publishers relating our concerns, and to request of the Judicial Commission a requirement that at least one member of the Subcommittee be appointed to review such papers to the International Journal of Systematic and Evolutionary Microbiology describing new Epsilonproteobacteria taxa. Drafts of both letters were discussed at the meeting and suggestions made for improvement. Updated letters would be further circulated for discussion prior to submission.
(2) Correction of gene sequence taxonomic affiliations in public databases. A strategy to request public databases to correct the names of sequences derived from organisms whose taxonomic position had been corrected (e.g. 'Campylobacter hyoilei', actually Campylobacter coli; 'Helicobacter nemestrinae', now Helicobacter pylori) was also discussed. A similar approach to that described above for contacting NCBI would be adopted. (3) Revised minimal standards. An outline of revised minimal standards for host-associated taxa was discussed. Further developments were agreed upon with further drafts to be circulated. Similarly, a delegate asked if phenotypic methods such as matrix-assisted laser desorption ionization-time-of-flight (MALDI-TOF) analyses could be used in place of conventional phenotyping for describing novel species. This question gave rise to considerable debate. In summary, while this method had a number of advantages (notably speed, post-implementation cost and increased access in many clinical laboratories), differences in results produced by different instruments, potential for setting a precedent that would result in new species descriptions dependent upon MALDI-TOF spectra, and lack of access in many laboratories and regions, led to the consensus that MALDI-TOF would be a useful adjunctive method, but that conventional phenotyping was still a requirement for formally describing new species. As such, conventional phenotyping would still be an integral part of the revised minimal standards. The caveats with conventional phenotyping were also discussed and some notable problems with species such as Campylobacter insulaenigrae that demonstrated considerable phenotypic diversity (W. G. Miller, personal communication) described.
The use of whole-genome sequences (WGSs) in taxonomic descriptions and especially as a replacement for traditional but technically demanding DNA-DNA hybridizations was also discussed. Although WGSs were increasingly affordable, the need for guidelines on their use in sound taxonomic descriptions was agreed upon. The new minimal standards would include such guidelines.
Similarly, guidelines for the use of multi-locus sequence analysis (MLSA) as a taxonomic tool were felt by audience members to be warranted. Such guidelines may include recommendations for bioinformatical standards of analyses, which could include minimum number of reads needed for sound conclusions to be made. The Subcommittee would consider developing such guidelines.
A discussion on the proposed minimal number of strains (five) to describe new species was also held. Although a few delegates felt this requirement to be too stringent, it was argued that describing novel taxa with fewer strains did not even begin to assess diversity and that multiple strains should be studied. The latest set of minimal standards for an epsilonproteobacterial genus (Helicobacter) recommends five strains for new species descriptions.
Minute 6. Meeting Close
The open meeting was closed at 14:25.
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